A raw reads quality filter and trim homopolymeric As Figure 1E , but distinguishing mRNAs with an upstream gene less than 500bp from their TSSs either on the opposite strand ('divergent', left panels, n=1429) or on the same strand ('tandem', right panels, n=2473) as schematized on top. Only pA + data are shown. (D) Genome browser views as in Figure 1D , but for intron-containing mRNAs RPL28 and RPS13. >99  >99  >99  >99  >99  >99  >99   >99  >99  >99  >99  >99  >99  >99  >99   >99  >99  >99  >99  >99  >99  >99  >99   >99  >99  >99  >99  >99  >99  >99  >99   >99  >99  >99  >99  >99  >99  >99  >99   >99  >99  >99  >99  >99  >99  >99  >99   >99  >99  >99  >99  >99  >99  >99  >99   >99  >99  >99  >99  >99  >99  >99  >99 sig.level ns * ** *** **** ***** Figure 2A -C using -log10(p-value) of the spearman rank correlations. Colorcodes are 'ns' (not significant, p >= .05), '*' (p < .05, -log10(p) > 1.3), '**' (p < .01, -log10(p) > 2), '***' (p < .001, -log10(p) > 3), '****' (p < .0001, -log10(p) > 4), '*****' (p < .00001, -log10(p) > 5).
Figure S2, related to Figure 2 (A-C) Significance of correlations shown in
(D) Spearman rank correlation (rho) matrix and hierarchical clustering for mRNAs as in Figure 2A except that values from the 2 independent strains, and for the pA -2' 4tU samples for each of the 3 biological replicates, are used separately to demonstrate experimental reproducibility. Figure 1E and S1E, but shown for the region +/-1kb around the TSS for mRNA genes longer than 1kb (n=3970). Genes were sorted by length. (B) Genome browser views as in Figure S1D , but for genomic regions surrounding the HRP1 and NRD1 TUs. Regions of ncRNA TUs overlapping gene 5' ends are shaded gray. (C) Genome browser views as in Figure S1D , but for genomic regions surrounding genes showing marked 5' bias in pA -signals.
(D) Metagene profiles and heat maps for pA + and pA +,-read data from total RNA samples of control and Rrp6/Dis3 doublydepleted cells from (Roy et al., 2016) . Shown are data for divergent mRNA TUs (n=1429) as in Figure S1B , left panels, to avoid undue biases by read-through signals from upstream tandem TUs. (E) Metagene profiles showing means of log2 read densities at each position for regions 1kb up-and downstream of the upstream boundary of +1 nucleosomes (schematized on top) as defined by (Jiang and Pugh, 2009 ) and for mRNA genes longer than 1kb (n=2025). Displayed samples are anchored around the 5'border of the +1 nucleosome relative transcription direction. Vertical lines indicate similar borders of +2, +3 and +4 nucleosomes. The sharp decline of pA -signal upstream the +2 nucleosome is most likely caused by the employed counterselection of small RNA species, whereas the pronounced accumulation of pA + ends upstream of the +1 nucleosome, stem from PAS of tandem upstream genes (data not shown, see also Figure S1B ). Bottom panels show density of nucleosomes and mRNA TSSs relative to the same positions for comparison. (F) Metagene profiles and heat maps as in Figure 1E , but for regions 1kb up-and down-stream of mature sn/snoRNA 3'ends (n=83) as schematized on top. 
